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Synaptic plasticityNeuronatin (NNAT) is a ubiquitous and highly conserved mammalian gene involved in brain development. Its
mRNA isoforms, chromosomal location, genomic DNA structure and regulation have been characterized. More
recently there has been rapid progress in the understanding of its function in physiology and human disease.
In particular there is fairly direct evidence implicating neuronatin in the causation of Lafora disease and diabetes.
Neuronatin protein has a strong predisposition to misfold and form cellular aggregates that cause cell death by
apoptosis. Aggregation ofNeuronatinwithin cortical neurons and resulting cell death is the hallmark of Lafora dis-
ease, a progressive and fatal neurodegenerative disease. Under high glucose conditions simulating diabetes,
neuronatin protein also accumulates and destroys pancreatic beta cells.
The neuronatin gene is imprinted and only the paternal allele is normally expressed in the adult. However, chang-
es in DNAmethylation may cause the maternal allele to lose imprinting and trigger cell proliferation andmetas-
tasis. Neuronatin has also been shown to be translated peripherally within the dendrites of neurons, a ﬁnding of
relevance in synaptic plasticity. The current understanding of the function of neuronatin raises the possibility that
this gene may participate in the common downstream mechanisms associated with aberrant neuronal growth
and death. A better understanding of these mechanisms may open new therapeutic targets to help modify the
progression of devastating neurodegenerative conditions such as Alzheimer's and anterior horn cell disease.
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Mammalian brain development, its progression tomaturity and pre-
dictable culmination in senescence is governed by differential gene ex-
pression. Therefore, the genes expressed in neonatal and adult rat brain
184 R.M. Joseph / Genomics 103 (2014) 183–188were studied in order to isolate those genes that are differentially
expressed in the developing brain. A cDNA fragment selectively
expressed in neonatal rat brain was identiﬁed by differential display
and used to screen a rat cDNA library. The full length cDNA was
observed to be a novel 1195 bp sequence that was named neuronatin
(NEUROnal-neoNATal-IN) [1,2].2. Neuronatin genomic DNA: located on human
chromosome-20q11.2-12
The rat neuronatin cDNA sequence was used to screen a human
cDNA library leading to the identiﬁcation of the human cDNA [3]. Subse-
quently, a human genomic library was screened and the human
neuronatin genomic DNA was also identiﬁed and sequenced. The gene
is located at chromosome-20q11.2-12 [4]. The mouse equivalent of
neuronatin is located in the distal portion of chomosome-2 [5]. These
chromosomal locations of neuronatin function as imprint control re-
gions residing outside of more established imprinted clusters [6]. Inter-
estingly, Neuronatin gene is located within the ﬁrst intron of a larger
gene, BLCAP (Bladder Cancer Associated Protein) which is a tumor sup-
pressor and stimulator of apoptosis [7,8].
The humangene spans 3973 bases and contains three exons and two
introns (Fig. 1). Analysis of the genomic structure and the mRNA se-
quence indicates that neuronatin gene is expressed as two mRNA spe-
cies, alpha and beta, generated by alternative splicing (Fig. 2). The
alpha-form contains all three exons, whereas, in the beta-form, themid-
dle exon has been spliced out. The ﬁrst exon contains the prototypical
translation initiation site in good context, GGAACCATG, and encodes
24 amino acid residues. Exon-2 encodes 27 amino acid residues, and
exon-3 encodes 30 amino acids. Based on the genomic structure the
alpha-form of neuronatin mRNA encodes a protein of 81 amino acids
using all three exons. The beta-form of neuronatinmRNA encodes a pro-
tein of 54 amino acids using the ﬁrst and third exons [9].
These results strongly indicate that the alpha and beta isoforms of
human neuronatin mRNA are generated by differential splicing of the
middle exon (exon-2). Interestingly, the N-terminal hydrophobic do-
main (transmembrane α-helix) is entirely encoded by exon-1, and the
C-terminal hydrophilic domain is encoded by exon-3. The signiﬁcance
of the middle exon which is neither hydrophilic nor hydrophobic in
the functioning of this gene is less clear. A more complete elucidation
of the signiﬁcance this 81basemiddle exonmay be crucial to a complete
understanding of the function of neuronatin.Fig. 1. Structure of human neuronatin gene. The neuronatin DNA sequence spans 3973 bases an
CAAT (−59) sites located upstream from the transcription start site. A single transcription sta
bases downstream from themodiﬁed TATA box. A 21 base neural restrictive silencer element (N
including imprint control sites have also been identiﬁed within the ﬁrst intron of the neurona
London 1996, page-180).3. Neuronatin gene promoter
The neuronatin promoter contains modiﬁed TATA (−27) and CAAT
(−59) sites located upstream from the transcription start site. A single
transcription start site is located 124 bases upstream from the methio-
nine (ATG) initiation codon and 27 bases downstream from the
modiﬁed TATA box. Several putative transcription factor binding sites
are found in the 5′-ﬂanking region including consensus sequences for
SP-1, AP-2 (two sites), δsubunit, SRE-2, NF-A1, ETS and NRSE. A 21 base
sequence highly homologous to the neural restrictive silence element
(NRSE) which governs neuron-speciﬁc gene expression is observed at
−421 bases. NRSE has a consensus motif, [TT(C/T)AG(C/A/T)ACC(A/G)
CGGA(C/G)AG(T/C/A)(G/A)CC], and this may determine the relative
neuron-speciﬁcity of neuronatin.
When studied in porcine placenta, the neuronatin-promoter is noted
to contain an E-box binding site (CANNTG) that when activated allows
neuronatin to regulate glucose transportation and promote placental
growth [10]. The promoter also has a speciﬁc binding site for Beta2/
NeuroD1, a transcriptional factor that plays an important role in the de-
velopment of the pancreas and the nervous system. A carbohydrate re-
sponse element (ChRE) is also present within the promoter [11].
Neuronatin is a paternally-expressed imprinted gene with an imprint
control region embedded within the ﬁrst intron of the gene [12]. Im-
printing is also regulated using three CpG islands located in the
neuronatin promoter. These imprint control regions have the potential
to regulate gene expression by cytosine methylation. In the event that
these imprint control regions lose their methylation, aberrant cell
growth is triggered, particularly manifested in embryonic neoplasms
[13].
4. NeuronatinmRNA: primarily neuronal expression
Neuronatin mRNA is mainly expressed in the brain during
neurogenesis. In the rat, the alpha-form appears in the ﬁrst week of em-
bryogenesis and the beta-form in the second week coinciding with the
closure of the neural tube and the onset of neuroepithelial proliferation
and neuroblast generation. The expression of both isoforms declines by
the end of the second postnatal week. However, traces of neuronatin
mRNA continued to be present even in the adult brain including the hy-
pothalamus and pituitary [3,14]. The cellular function of neuronatin
mRNA was investigated in PC12 cells, an established neuronal cell line.
Neuronatin mRNA is abundant in undifferentiated PC12 cells but
downregulates when the cells are allowed to differentiate with nerved contains three exons and two introns. The promoter contains modiﬁed TATA (−27) and
rt site is located 124 based upstream from the methionine (ATG) initiation codon and 27
RSE)which governs neuron-speciﬁc expression is observed at−421. Regulatory elements
tin gene (GenBank Accession #U31767; Adapted from Joseph R. PhD Thesis, University of
185R.M. Joseph / Genomics 103 (2014) 183–188growth factor supporting a role in neuronal growth [15,16]. Neuronatin
has been shown to transform embryonic stem cells from a pluripotent
state into a neural fatemediated by the release of calcium from intracel-
lular stores [17]. Other investigators have noted that the mouse homo-
log of neuronatin is ﬁrst expressed in rhombomeres-3 and 5 of the
developing brainstem implicating this gene in the determination of
hindbrain segmentation and the folding of the primitive neural tube
[18].
The earlier work focused on the abundant expression of neuronatin
in the brain. However, it is now known that the gene is also expressed
in other neural tissues such as the dorsal root ganglion [19,20], supraop-
tic nucleus [21] and peripheral nerve sheath tumors [22]. Outside of the
brain , neuronatin is expressed in several tissues including in the pancre-
as [23–25], anterior pituitary [26–28], thyroid [29], and skin [30]. In the
skin, neuronatin regulates keratinocyte differentiation by up-regulating
involucrin [31].
5. Neuronatin protein: energy metabolism and glycogen synthesis
The neuronatin protein has two distinct domains, a hydrophobic N-
terminal arranged as a transmembrane alpha-helix and a hydrophilic
C-terminal. It is a member of a class of proteins referred to as
proteolipids [4]. Proteolipids are typically small regulatory subunits of
membrane channels in the endoplasmic reticulumand facilitate calcium
inﬂux allowing for the normal folding and assembly of proteins.
Neuronatin protein promotes glycogen synthesis and the regulation of
energy metabolism by activating intracellular signaling. In fact,
neuronatin is known to increase calcium levels in embryonic stem
cells [17].Fig. 2.Neuronatin cDNA isoforms.Neuronatin-alphahas three exons: Exon-1 has 72 nucleotides
Exon-3 has 90 nucleotides encoding 30 residues.Neuronatin-beta is identical to Neuronatin-alph
for neuronatin-alpha and #U09785 for neuronatin-beta; Adapted from Joseph R. PhD Thesis, UnNeuronatin also stimulates the release of calcium ions in the den-
drites of hippocampal neurons necessary to process in-situ translation
[32]. The translation of neuronatin in dendrites provides a means for
rapidly eliciting in situ change in dendritic protein levels necessary for
synaptic plasticity. It also induces glycogen synthesis through de-
phosphorylation and activation of glycogen synthase. This is facilitated
by neuronatin activating P13-kinase and causing GSK-3b phosphoryla-
tion [33]. In porcine placenta the neuronatin-promoter has been
shown to contain an E-box binding site that when activated allows
neuronatin to regulate glucose transportation and augment placental
growth [10].6. Misfolded neuronatin protein: aggregates in Lafora disease
Lafora disease is an autosomal recessive neurodegenerative disease
manifesting with intractable myoclonic epilepsy, dementia and death
within a decade.Neuronatin is a substrate formalin, an E3-Ubiquitin ligase
[33]. Ubiquitin–proteasome system is responsible for the degradation of
misfolded proteins that may accumulate in cells when the endoplasmic
reticulum is stressed. Aggregosomes are formed by the accumulation
and deposition ofmisfolded proteinwhich is amajor threat to the normal
functioning of the endoplasmic reticulum. Such perturbations to the en-
doplasmic reticulum may hasten cell damage by apoptosis. Malin works
alongside another enzyme called laforin and together function to regulate
proteasomal degradation of proteins including glycogen synthase and
glycogen debranching enzyme, both essential for the synthesis of glyco-
gen. Malin enhances the clearance of intracellular misfolded proteins
and protects the cell from self-destruction.encoding 24 amino acid residues; Exon-2 has 81 nucleotides encoding 27 amino acids; and
a except that themiddle exon (exon-2) is spliced out (box) (GenBank Accession #U08290
iversity of London 1996, page 124-125 ).
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protein and enhances its degradation through the proteasome [34]. The
experimental inhibition of proteasome function is known to cause the
accumulation of neuronatin protein aggregates within cells. And muta-
tion in the malin gene causes neuronatin protein to misfold and disrupt
the endoplasmic reticulum. In fact, misfolded neuronatin aggregates ac-
cumulate as cytotoxic intracellular deposits (Lafora bodies) in patients
with Lafora disease. Lafora bodies are also present in tissues other than
neurons including skin, liver and heart muscle. Skin specimens exhibit
abnormally high levels of neuronatin protein in patients with Lafora dis-
ease, potentially a simpler diagnostic option. The neuronatin-aggregates
also occur within cortical neurons, especially within parvalbumin-
positive GABAergic interneurons in the cortex, hippocampus, amygdala,
and hypothalamus. Excessive loss of these inhibitory interneurons may
account for the dominance of seizures in victims of Lafora disease. A
similar reasoning may be extended to phenylketonuria where high
levels of neuronatin have also been observed [35].
7. Neuronatin and diabetes: destruction of islet beta cells
Neuronatin is normally expressed in pancreatic islet beta cells
[23–25]. However, abnormal expression of neuronatin especially its
beta-isoform causes the destruction of pancreatic islet beta cells [11,36].
The promoter of the neuronatin gene has a speciﬁc binding site for
Beta2/NeuroD1, a transcriptional factor that plays an important role in
the development of the pancreas and neural tissue. There is also a carbo-
hydrate response element (ChRE) within the promoter of the neuronatin
gene that might regulate its expression under high glucose conditions.
The pancreatic beta cells are highly susceptible to endoplasmic
reticulum-mediated apoptosis. Under chronic high glucose conditions
that simulate uncontrolled diabetes, the ratio of neuronatin-beta to
neuronatin-alpha increases. The increased amounts of neuronatin-beta
protein accumulate as misfolded ubiquitin-positive aggregate structures
that leads to the destruction of islet beta cells and thereby diabetes
mellitus. Neuronatin activates nuclear factor-kB (NF-kB)-regulated
genes including inﬂammatory cytokines, chemokines and cell adhesion
molecules in aortic endothelium of mice with obesity and diabetes [37].
Silencing of neuronatin expression reduces both basal and insulin-
stimulated glucose uptake and glycogen synthesis likely mediated by a
reduction of GLUT1 protein [38].
Neuronatinmay also play an indirect role in diabetes through its ef-
fects on glycogen and lipid metabolism [39]. Neuronatin is abundantly
expressed in adipose tissue; however, the level is lower in obese sub-
jects. Hypothalamic neuronatin-beta levels are decreased following gas-
tric bypass surgery [40]. Neuronatin enhances CREB phosphorylation
through increasing free intracellular calcium [41]. Single nucleotide
polymorphisms in the neuronatin gene are also associated with severe
obesity in humans [42].
8. Neuronatin is an imprinted gene: paternally-expressed and
maternally-silenced
Genomic imprinting is a form of transcriptional regulation in which
genes are subject to epigenetic modiﬁcations such as DNA methylation
and histone modulation based on the gender of the parent of origin
[43,44]. Human neuronatin is located on chromosome-20q11.2-12 and
the mouse equivalent in the distal portion of chomosome-2, both
these imprint regions reside outside ofmore established imprinted clus-
ters [5,6]. Neuronatin is only expressed from the paternally derived al-
lele while the maternal allele is silenced by methylation [45,46].
During embryogenesis the onset of gender-speciﬁc gonadal hormone
changes may trigger imprinting [47]. Interestingly, Neuronatin gene is
actually located within the ﬁrst intron of a larger tumor suppressor
gene called BLCAP (Bladder Cancer Associated Protein) [7,8]. BLCAP is
not an imprinted gene except within the brain. Other investigatorshave also identiﬁed an imprint control region for neuronatin that is em-
bedded within the ﬁrst intron of the neuronatin gene [12].
Neuronatin is the ﬁrst identiﬁed eutherian-speciﬁc imprinted gene
[48]. In mammalian cells the only known epigenetic modiﬁcation to di-
rectly affect DNA is cytosine-methylation at cytosine-phosphate-
guanine (CpG) dinucleotide sites. Inappropriate methylation of CpG
islands within the promoter is associated with silencing of relevant
genes [49]. The level of methylation can be modiﬁed by changes in the
environment and by altering the intake of methyl donors in the diet
[50,51]. A high level of methylation of these islands is suspected to pre-
vent access to regulatory elements in the gene. During the highly con-
trolled process of normal development and after the embryonic
growth has subsided, genomic imprinting helps to silence transcription.
However, loss or change in the level of methylation of imprinted genes
may allow these same developmental genes to trigger and propagate
uncontrolled cancerous growth.
9.Neuronatin and cancer: thematernal allele loses DNAmethylation
There are three CpG islands located in the promoter region of
neuronatin gene that have the potential to regulate gene expression by
cytosinemethylation [13]. Should this imprint control region losemeth-
ylation, aberrant cell growth is triggered especially in embryonic neo-
plasms such as Wilm's tumor [52]. The more aggressive variants of
human glioblastoma multiforme contain areas of stem cell lineage that
express neuronatin and these patients carry a worse prognosis [53].
Loss of methylation and consequent changes in the expression of
neuronatin alter the growth phase of medulloblastoma [54,55], neuro-
blastoma [56,57] andmyxoid liposarcoma [58].Neuronatin is also highly
expressed in large cell lung cancer [59,60]. The expression of neuronatin
gene in adenocarcinoma is associated with a worse prognosis [61,62].
On the other hand and somewhat unexpectedly hypermethylation of
the neuronatin locus has been associated with pediatric leukemia [63].
The metastatic cascade comprises of a series of steps that allows for
invasion, migration, dissemination and colonization of target organs.
The present understanding of the process by which cancers spread and
metastasize is limited [64–66]. Micro RNAs (miRNA) are small noncod-
ing RNAs (18–23nucleotides) that regulate gene expression by sequence
speciﬁc binding to mRNA and thereby repressing the translation of new
mRNA or accelerating the degradation of existing mRNA [67]. Among a
number of miRNAs obtained from cancer tissue, miRNA-708 selectively
targets neuronatin to decrease intracellular calcium resulting in de-
creased cell migration and impaired metastasis, a ﬁnding that may
have therapeutic application.
Neuronatin is one of the most abundant transcripts present in the
normal adult anterior pituitary gland. It is expressed in all of the differ-
ent hormonal secreting cell types [26–28]. The majority of pituitary ad-
enomas remain benign, however, one third will show invasive
characteristics and some will become metastatic [68]. As would be ex-
pected methylation-mediated neuronatin silencing is a frequent ﬁnding
in pituitary adenomas that have no malignant characteristics [69].
10. Conclusion: are misfolded-NNAT aggregates a ubiquitous partic-
ipant in neuronal loss?
Neuronatin is a unique gene thatwas initially identiﬁed in the devel-
oping brain. The gene retains a high degree of homology across mam-
malian species. The mRNA has two isoforms, alpha and beta, and the
protein functions as a membrane-bound proteolipid. Neuronatin pro-
tein is a substrate for malin, an E3-ubiquintin ligase. Under normal
conditions, malin helps to degrade neuronatin protein through the
cellular endoplasmic reticulum machinery. It has been shown that
mutations in the malin gene result in the misfolding and accumulation
of neuronatin protein as intracellular deposits which is a characteristic
feature of Lafora disease, a progressive and fatal neurodegenerative dis-
ease. For reasons that are not fully understood neurons are excessively
187R.M. Joseph / Genomics 103 (2014) 183–188susceptible to the noxious effect of misfolded neuronatin-aggregates.
Under high glucose conditions simulating diabetes, the expression of
neuronatin-beta protein increases, misfolds, aggregates and destroys
pancreatic islet cells.
Neuronatin is imprinted and expressed only from the paternal
allele. A decrease or loss of methylation of the maternal allele leads
to aberrant expression of neuronatin and thereby enhanced growth
and spread of glioblastoma multiforme. Neuronatin is also translated
in-situ within dendrites and is observed within paralbumin-positive
GABAergic neurons raising the possibility of a role in learning and
synaptic plasticity.
The current understanding of the function of neuronatin including its
potential to misfold and form cytotoxic aggregates raises the possibility
that this gene may function as part of a common downstream mecha-
nism propagating aberrant neuronal growth and destruction. A better
understanding of these mechanisms could provide therapeutic targets
to help slow the inexorable neuronal loss accompanying devastating
neurodegenerative diseases.Acknowledgments
I thankmy sons Jay Arun Joseph,MD and Jacob Rahul Joseph,MD for
helping me with the preparation of this manuscript.References
[1] R. Joseph, D. Dou, W. Tsang, Molecular cloning of a novel mRNA (neuronatin) that is
highly expressed in neonatal mammalian brain, Biochem Biophys Res Commun 201
(1994) 1227–1234.
[2] R. Joseph, Molecular Cloning of Neuronatin. A Novel Brain-speciﬁc Mammalian De-
velopmental Gene, PhD Thesis University of London, Senate House, London, En-
gland, 1996. 1–281.
[3] R. Joseph, D. Dou,W. Tsang,NeuronatinmRNA: alternatively spliced forms of a novel
brain-speciﬁc mammalian developmental gene, Brain Res 690 (1995) 92–98.
[4] D. Dou, R. Joseph, Cloning of human neuronatin gene and its localization to
chromosome-20q 11.2-12: the deduced protein is a novel “proteolipid”, Brain Res
723 (1996) 8–22.
[5] F. Kagitani, Y. Kuroiwa, S. Wakana, et al., Peg5/Neuronatin is an imprinted gene lo-
cated on sub-distal chromosome 2 in the mouse, Nucleic Acids Res 25 (1997)
3428–3432.
[6] H.K. Evans, A.A. Wylie, S.K. Murphy, et al., The neuronatin gene resides in a
“micro-imprinted” domain on human chromosome 20q11.2, Genomics 77 (2001)
99–104.
[7] R.M. John, S.A. Aparicio, J.F. Ainscough, et al., Imprinted expression of neuronatin
frommodiﬁed BAC transgenes reveals regulation by distinct and distant enhancers,
Dev Biol 236 (2001) 387–399.
[8] R. Schulz, R.B. McCole, K. Woodﬁne, et al., Transcript- and tissue-speciﬁc imprinting
of a tumour suppressor gene, Hum Mol Genet 18 (2009) 118–127.
[9] D. Dou, R. Joseph, Structure and organization of the human neuronatin gene, Geno-
mics 33 (1996) 292–297.
[10] T. Gu, X. Su, Q. Zhou, et al., Molecular characterization of the neuronatin gene in the
porcine placenta, PLoS One 7 (2012) e43325(7 pages).
[11] K. Chu, M.J. Tsai, Neuronatin, a downstream target of BETA2/NeuroD1 in the pancre-
as, is involved in glucose-mediated insulin secretion, Diabetes 54 (2005)
1064–1073.
[12] D.T. Sowpati, D. Thiagarajan, S. Sharma, et al., An intronic DNA sequence within the
mouse neuronatin gene exhibits biochemical characteristics of an ICR and acts as a
transcriptional activator in Drosophila, Mech Dev 125 (2008) 963–973.
[13] T. Gu, X. Su, S. Zhao, et al., Methylation differences of the neuronatin gene promoter
region in liver between normal and cloned pigs, Anim Genet 22 (2013 Jul) 1–3.
[14] H. Usui, T. Ichikawa, Y. Miyazaki, et al., Isolation of cDNA clones of the rat mRNAs
expressed preferentially in the prenatal stages of brain development, Brian Res
Dev Brain Res 97 (1996) 185–193.
[15] R. Joseph, W. Tsang, D. Dou, et al., Neuronatin mRNA in PC12 cells: downregulation
by nerve growth factor, Brain Res 738 (1996) 32–38.
[16] S. Zheng, A.H. Chou, A.L. Jimenez, et al., The fetal and neonatal brain protein
neuronatin protects PC12 cells against certain types of toxic insult, Brain Res Dev
Brain Res 136 (2002) 101–110.
[17] H.H. Lin, E. Bell, D. Uwanogho, et al., Neuronatin promotes neural lineage in ESCs via
Ca(2+) signaling, Stem Cells 28 (2010) 1950–1960.
[18] J. Wijnholds, K. Chowdhury, R. Wehr, et al., Segment-speciﬁc expression of the
neuronatin gene during early hindbrain development, Dev Biol 171 (1995) 73–84.
[19] S. Park, Y.W. Hong, Transcriptional regulation of artemin is related to neurite out-
growth and actin polymerization in mature DRG neurons, Neurosci Lett 404
(2006) 61–66.
[20] K.H. Chen, C.H. Yang, J.T. Cheng, et al., Altered neuronatin expression in the rat dorsal
root ganglion after sciatic nerve transection, J Biomed Sci 17 (2010) 41–50.[21] M. Yamashita, E. Glasgow, B.J. Zhang, et al., Identiﬁcation of cell-speciﬁc messenger
ribonucleic acids in oxytocinergic and vasopressinergic magnocellular neurons in
rat supraoptic nucleus by single-cell differential hybridization, Endocrinology 143
(2002) 4464–4476.
[22] L. Dugu, S. Hayashida, T. Nakahara, et al., Aberrant expression of tenascin-c and
neuronatin in malignant peripheral nerve sheath tumors, Eur J Dermatol 20
(2010) 580–584.
[23] H. Niwa, L.C. Harrison, H.J. DeAizpurua, et al., Identiﬁcation of pancreatic beta
cell-related genes by representational difference analysis, Endocrinology 138
(1997) 1419–1426.
[24] Y. Arava, K. Adamsky, C. Ezerzer, et al., Speciﬁc gene expression in pancreatic
beta-cells: cloning and characterization of differentially expressed genes, Diabetes
48 (1999) 552–556.
[25] A. Rolletschek, I.S. Schroeder, H. Schulz, et al., Characterization of mouse embryonic
stem cell differentiation into the pancreatic lineage in vitro by transcriptional proﬁl-
ing, quantitative RT-PCR and immunocytochemistry, Int J Dev Biol 54 (2010) 41–54.
[26] H. Usui, K. Morii, R. Tanaka, et al., cDNA cloning and mRNA expression analysis of
the human neuronatin. High level expression in human pituitary gland and pituitary
adenomas, J Mol Neurosci 9 (1997) 55–60.
[27] S. Aikawa, T. Kato, F. Elsaesser, et al., Molecular cloning of porcine neuronatin and
analysis of its expression during pituitary ontogeny, Exp Clin Endocrinol Diabetes
111 (2003) 475–479.
[28] Y. Nishida, M. Yoshioka, J. St-Amand, Sexually dimorphic gene expression in the hy-
pothalamus, pituitary gland, and cortex, Genomics 85 (2005) 679–687.
[29] W.M. Wood, V.D. Sarapura, J.M. Dowding, et al., Early gene expression changes pre-
ceding thyroid hormone-induced involution of a thyrotrope tumor, Endocrinology
143 (2002) 347–359.
[30] L. Dugu, M. Takahara, G. Tsuji, et al., Abundant expression of neuronatin in normal
eccrine, apocrine and sebaceous glands and their neoplasms, J Dermatol 37
(2010) 846–848.
[31] L. Dugu, T. Nakahara, Z. Wu, et al., Neuronatin is related to keratinocyte differentia-
tion by up-regulating involucrin, J. Dermatol Sci (2013) S0923–1811.
[32] E.L. Oyang, B.C. Davidson, W. Lee, et al., Functional characterization of the
dendritically localized mRNA neuronatin in hippocampal neurons, PLoS One 6
(2011) e24879(13 pages).
[33] J. Sharma, S.N. Rao, S.K. Shankar, et al., Lafora disease ubiquitin ligase malin pro-
motes proteasomal degradation of neuronatin in and regulates glycogen synthesis,
Neurobiol Dis 44 (2011)(133-41).
[34] J. Sharma, D. Mukherjee, S.N. Rao, et al., Neuronatin-mediated aberrant calcium sig-
naling and endoplasmic reticulum stress underlie neuropathology in Lafora disease,
J Biol Chem 288 (2013) 9482–9490.
[35] S. Surendran, S.K. Tyring, R. Matalon, Expression of calpastatin, minopontin,
NIPSNAP1, rabaptin-5 and neuronatin in the phenylketonuria (PKU) mouse brain:
possible role on cognitive defect seen in PKU, Neurochem Int 46 (2005) 595–599.
[36] M.K. Joe, H.J. Lee, Y.H. Suh, et al., Crucial roles of neuronatin in insulin secretion and
high glucose-induced apoptosis in pancreatic beta-cells, Cell Signal 20 (2008)
907–915.
[37] N. Mzhavia, S. Yu, S. Ikeda, et al., Neuronatin: a new inﬂammation gene expressed on
the aortic endothelium of diabetic mice, Diabetes 57 (2008) 2774–2783.
[38] V. Gburcik, M.E. Cleasby, J.A. Timmons, Loss of neuronatin promotes “browning” of
primary mouse adipocytes while reducing Glut1-mediated glucose disposal, Am J
Physiol Endocrinol Metab 304 (2012) E885–E894.
[39] X. Li, P.A. Thomason, D.J. Withers, et al., Bio-informatics analysis of a gene
co-expression module in adipose tissue containing the diet-responsive gene Nnat,
BMC Syst Biol 4 (2010) 175–186.
[40] W.R. Scott, C. Gelegen, K. Chandarana, et al., Differential pre-mRNA splicing regu-
lates Nnat isoforms in the hypothalamus after gastric bypass surgery in mice, PLoS
One 8 (2013) e59407(13 pages).
[41] Y.H. Suh, W.H. Kim, C. Moon, et al., Ectopic expression of neuronatin potentiates ad-
ipogenesis through enhanced phosphorylation of cAMP-response element-binding
protein in 3T3-L1 cells, Biochem Biophys Res Commun 337 (2005) 481–489.
[42] N. Vrang, D. Meyre, P. Froguel, et al., The imprinted gene neuronatin is regulated by
metabolic status and associated with obesity, Obesity 18 (2010) 1289–1296.
[43] G. Kelsey, D. Bodle, H.J. Miller, et al., Identiﬁcation of imprinted loci by
methylation-sensitive representational difference analysis: application to
mouse distal chromosome 2, Genomics 62 (1999) 129–138.
[44] Y. Mizuno, Y. Sotomaru, Y. Katsuzawa, et al., Asb4, Ata3, and Dcn are novel
imprinted genes identiﬁed by high-throughput screening using RIKEN cDNAmicro-
array, Biochem Biophys Res Commun 290 (2002) 1499–1505.
[45] C.M. Williamson, C.V. Beechey, S.T. Ball, et al., Localisation of the imprinted gene
neuronatin, Nnat, conﬁrms and reﬁnes the location of a second imprinting region
on mouse chromosome 2, Cytogenet Cell Genet 81 (1998) 73–78.
[46] N. Kikyo, C.M. Williamson, R.M. John, et al., Genetic and functional analysis of
neuronatin in mice with maternal or paternal duplication of distal Chr 2, Dev Biol
190 (1997) 66–77.
[47] M. Faisal, H. Kim, J. Kim, Sexual differences of imprinted genes' expression levels,
Gene 533 (2014) 434–438.
[48] H.K. Evans, J.R. Weidman, D.O. Cowley, et al., Comparative phylogenetic analysis of
blcap/nnat reveals eutherian-speciﬁc imprinted gene, Mol Biol Evol 22 (2005)
1740–1748.
[49] K.J. Dudley, K. Revill, P. Whitby, et al., Genome-wide analysis in a murine Dnmt1
knockdown model identiﬁes epigenetically silenced genes in primary human pitui-
tary tumors, Mol Cancer Res 6 (2008) 1567–1574.
[50] G. Konycheva, M.A. Dziadek, L.R. Ferguson, et al., Dietary methyl donor deﬁciency
during pregnancy in rats shapes learning and anxiety in offspring, Nutr Res 31
(2011) 790–804.
188 R.M. Joseph / Genomics 103 (2014) 183–188[51] A. Soubry, S.K. Murphy, F.Wang, et al., Newborns of obese parents have altered DNA
methylation patterns at imprinted genes, Int J Obes (2013) 1–8.
[52] J. Hubertus, F. Zitzmann, F. Trippel, et al., Selective methylation of CpGs at regulatory
binding sites controls NNAT expression in Wilms tumors, PLoS One 8 (2013)
e67605(9 pages).
[53] D.S. Xu, C. Yang, M. Proescholdt, et al., Neuronatin in a subset of glioblastoma
multiforme tumor progenitor cells is associated with increased cell proliferation
and shorter patient survival, PLoS One 7 (2012) e37811(9 pages).
[54] N. Yokota, T.G. Mainprize, M.D. Taylor, et al., Identiﬁcation of differentially expressed
and developmentally regulated genes in medulloblastoma using suppression sub-
traction hybridization, Oncogene 23 (2004) 3444–3453.
[55] I.M. Siu, R. Bai, G.L. Gallia, et al., Coexpression of neuronatin splice forms promotes
medulloblastoma growth, Neuro Oncol 10 (2008) 716–724.
[56] M. Higashi, T. Tajiri, Y. Kinoshita, et al., High expressions of neuronatin isoforms in
favorable neuroblastoma, J Pediatr Hematol Oncol 29 (2007) 551–556.
[57] T. Tajiri, M. Higashi, R. Souzaki, et al., Classiﬁcation of neuroblastomas based on an
analysis of the expression of genes related to prognosis, J Pediatr Surg 42 (2007)
2046–2049.
[58] S. Thelin-Järnum, C. Lassen, et al., Identiﬁcation of genes differentially expressed in
TLS-CHOP carrying myxoid liposarcomas, Int J Cancer 83 (1999) 30–33.
[59] S. Zhong, C.R. Fields, N. Su, et al., Pharmacologic inhibition of epigenetic modiﬁca-
tions, coupled with gene expression proﬁling, reveals novel targets of aberrant
DNA methylation and histone deacetylation in lung cancer, Oncogene 26 (2007)
2621–2634.
[60] C. Okubo, Y. Minami, R. Tanaka, et al., Analysis of differentially expressed genes in
neuroendocrine carcinomas of the lung, J Thorac Oncol 1 (2006) 780–786.[61] T. Uchihara, C. Okubo, R. Tanaka, et al., Neuronatin expression and its clinicopatho-
logical signiﬁcance in pulmonary non-small cell carcinoma, J Thorac Oncol 2
(2007) 796–801.
[62] Y. Anami, T. Iijima, K. Suzuki, et al., Bronchioloalveolar carcinoma (lepidic growth)
component is a more useful prognostic factor than lymph node metastasis, J Thorac
Oncol 4 (2009) 951–958.
[63] S.J. Kuerbitz, J. Pahys, A. Wilson, et al., Hypermethylation of the imprinted NNAT
locus occurs frequently in pediatric acute leukemia, Carcinogenesis 23 (2002)
559–564.
[64] N. Yoshioka, H. Inoue, K. Nakanishi, et al., Isolation of transformation suppressor
genes by cDNA subtraction: lumican suppresses transformation induced by v-src
and v-K-ras, J Virol 74 (2000) 1008–1013.
[65] Y. Hu, J.E. Ippolito, E.M. Garabedian, et al., Molecular characterization of a metastatic
neuroendocrine cell cancer arising in the prostates of transgenic mice, J Biol Chem
277 (2002) 44462–44474.
[66] M. Becker, A. Sommer, J.R. Krätzschmar, et al., Distinct gene expression patterns in a
tamoxifen-sensitive human mammary carcinoma xenograft and its tamoxifen-
resistant subline MaCa 3366/TAM, Mol Cancer Ther 4 (2005) 151–170.
[67] S. Ryu, K. McDonnell, H. Choi, et al., Suppression of miRNA-708 by polycomb group
promotesmetastases by calcium-induced cellmigration, Cancer Cell 23 (2013) 63–76.
[68] Y. Nishida, M. Yoshioka, J. St-Amand, The top 10 most abundant transcripts are suf-
ﬁcient to characterize the organs functional speciﬁcity: evidences from the cortex,
hypothalamus and pituitary gland, Gene 344 (2005) 133–141.
[69] K. Revill, K.J. Dudley, R.N. Clayton, et al., Loss of neuronatin expression is associated
with promoter hypermethylation in pituitary adenoma, Endocr Relat Cancer 16
(2009) 537–548.
